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Microbial promiscuity has raised unanswerable questions concerned with the 
definition of microbial species. Many microbiologists speak of a gene pool that is 
shared amongst microbes in nature; taken with the known (and unknown) 
mechanisms of gene transfer it is evident that there is likely to be enormous gene 
flux within the microbial population. Antibiotic resistance genes are important 
components of this gene pool. However where these genes come from and what 
they do is poorly understood. 

An enormous (even humungous) uncontrolled experiment has been going 
on in the past forty years. More than 10 9 kilos of antibiotics have been released on to 
the unsuspecting microbial population of the world. Not only have they survived 
this catastrophe but the microbial population is now well-equipped to respond to 
any similar onslaught. We can only analyse this experiment retrospectively; the 
most obvious result is the appearance of bacterial pathogens that are unbeatable. 

Studies with resistance genes have taught us much about what happens in 
the microbial world, and continued analyses of resistance mechanisms, gene 
transfer mechanisms and the evolutionary relationships, between different 
antibiotic resistance genes will provide additional insights into many aspects of 
biological diversity, especially under strongly selective conditions. 
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Source: https://www.industrydocuments.ucsf.edu/docs/tfmvOOOO 





